Exploration and statistical analysis of human gene expression annotations.
Gene expression information is a relevant resource useful to better understand gene functions. To evaluate genomic annotations sparsely available in numerous databanks accessible via Internet, we previously developed GFINDer, a Web server that performs statistical analysis of functional and phenotypic annotations of gene lists. To exploit expression information provided by eVOC ontologies, in GFINDer we integrated new modules that allow annotating and statistically analyzing user-classified human nucleotide sequences with controlled information on their expression features.